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Wednesday, February 19, 2014 745aguanidine moieties of R255 and R258 from S4, thereby preventing 2-GBI ac-
cess to its binding site. Additional binding modes were investigated by a com-
bination of MD and Free Energy simulations.
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The voltage-gated proton channel Hv1 plays a key role in the regulation of ROS
production by NOX enzymes in phagocytic cells. Excessive channel activity
enhances proliferation and invasiveness in cancer cells, and worsens brain dam-
age after ischemic stroke. The Hv1 channel is composed of two subunits, each
containing a proton-permeable voltage-sensing domain (VSD) and lacking the
pore domain typical of other voltage-gated ion channels. We have previously
shown that the compound 2-guanidinobenzimidazole (2GBI) inhibits the Hv1
channel and that its binding site in the VSD is accessible from the intracellular
side of the membrane only when the channel is open. Here, we examine the
apparent binding affinities of a series of 2GBI derivatives on Hv1 channels
mutated at positions located in the core of the VSD and apply mutant cycle
analysis to determine the most likely interactions between channel and inhibi-
tor. We identify four residues involved in 2GBI binding and determine the
orientation of the blocker inside the VSD. Our data provide a simple explana-
tion for the very large difference in binding affinity between 2GBI and the
related compound 2-guanidinobenzoxazole (2GBOZ), and suggest ways to
design more effective Hv1 inhibitors. We also investigate the molecular char-
acteristics that allow guanidine derivatives to reach the binding site when added
from the extracellular side of the membrane so that they can be used to block
endogenous proton channels under physiological conditions. This work is sup-
ported by NIH -National Institute of General Medical Sciences, grant
R01GM098973.
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Through bioinformatic searches, we have identified a protein coded by the
C15orf27 gene that we named NVS (Novel Voltage Sensor). NVS contains
531 residues and consists of 3 parts: an S1-S4 domain, a 90 residue N-terminus
and a 307 residue C-terminus, both of which are predicted to be intracellular.
The most critical residues found in S1-S4 domains of other voltage sensors
are conserved in NVS, including 3 Arg and a Lys in the S4 helix, 4 conserved
acidic residues in S1-S3 and the charge-transfer Phe in S2. In addition, the
C-terminus is predicted to contain a coiled-coil domain, similar to Hv1. Our
working hypothesis is that NVS functions as a voltage sensor that couples to
intracellular signaling pathways (as yet undefined) or interacts with Hv1 to
form hetero-oligomers through the C-terminal coiled-coil domain. In the pre-
sent study we used site-specific voltage-clamp fluorometry to look for evidence
that NVS may undergo conformational rearrangements in response to changes
in membrane potential. We identified several positions on the S3-S4 loop where
introduced and labeled Cys residues produced changes in fluorescence as a
function of membrane potential. Several positions give complex fluorescence
responses, starting with a rapid increase in fluorescence followed by slower
decrease in fluorescence. Additionally we applied fluorescence quenchers
extracellularly and examined the voltage dependence of quenching. Our results
show that depolarization increases fluorescence quenching, suggesting the
quencher has increased access to the fluorophore at positive membrane poten-
tials. Taken together, our results support the hypothesis that NVS undergoes a
conformational change in responses to membrane depolarization, and we are
currently investigating the oligomeric state of NVS testing whether it can
form heteromeric complexes with Hv1.
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The human voltage gated proton channel (Hv1) plays an important role in a
wide variety of physiological functions, including male fertility, immune
response and metastatic proliferation. Upon transmembrane voltage stimulus,
the rearrangement of positively charged S4 leads to highly selective and direc-
tional conduction of proton. Hv1 carries out this function on the structural blue-
print of the S4-containing voltage sensing domains (VSD). As a way to
understand Hv1 gating, we have developed a simple biochemical preparation
of functional Hv1 as shown by established fluorescence based proton fluxassay. We have probed Hv1 in the functional proteoliposome by site-directed
spin labeling EPR spectroscopic (SDSL-EPR) methods. Mobility and accessi-
bility information show that the secondary structure of transmembrane seg-
ments is generally consistent with the expected VSD topology. Solvent
accessibility measurements revealed that the gating Arginines (205, 208 and
211) are located on the lower part of S4, the internal leaflet of the bilayer.
The presence of a narrow solvent occluded region strongly suggests a short pro-
ton conduction pathway, and does not seem to be compatible with the idea of a
long water wire across membrane. Furthermore, the Hv1 represents a resting
state VSD at 0 mV according to its G-V curve . The structural details from
Hv1 provide unique insight to not only the proton conduction, but also the
mechanism of voltage sensing.
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In the tetrameric Shaker voltage-gated Kþ channel, the gating of a resting-state
proton currents in the S4 mutant R362H reports a conformational change asso-
ciated with voltage sensor (VS) activation (Starace, et al., 2004). Here we show
that the analogous R205H mutation in the Hv1 proton channel mediates a novel
Hþ ’shuttle’ conductance (GSH) that is gated off by membrane depolarization.
The similarity of GSH in Hv1 R205H to the channel-like Shaker R362H sug-
gests that GSH gating can be used to measure VS activation in Hv1. The
intrinsic or ‘aqueous’ Hþ conductance (GAQ) in Hv1 R205H occurs mainly
at more positive voltages than GSH, producing a distinctive U-shaped G-V rela-
tion. The separation of GSH from GAQ gating along the voltage axis implies that
initial voltage sensor activation precedes the opening of GAQ in Hv1. Changes
in the transmembrane pH gradient that are known to shift the apparent voltage
dependence of GAQ gating similarly affect GSH, indicating that pH-dependent
gating occurs early in the Hv1 activation pathway. Second-site mutations of
an S3 acidic residue (D185) that is selectively conserved in Hv1 orthologues
shift the voltage dependence of GAQ gating, but do not alter GSH gating.
D185 mutations are thus interpreted to perturb coupling between VS activation
and the opening of GAQ. Another second-site mutation that results in voltage-
dependent block of GAQ (R205H-N214R) does not affect the voltage depen-
dence of either GSH or GAQ gating. The existence of VS-pore coupling in
Hv1, which lacks a canonical pore domain, demonstrates that electromechan-
ical coupling is not exclusive to tetrameric voltage-gated cation channels.
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The voltage-gated Hþ channel (Hv) is a Hþ permeable voltage-sensor domain
(VSD) protein that consists of four transmembrane segments (S1-S4). Hv as-
sembles as a dimeric channel and two transmembrane channel domains func-
tion cooperatively; which is mediated by the coiled-coil assembly domain in
the cytoplasmic C-terminus. However, the structural basis of the inter-
domain interactions remains unknown. Here, we provide a picture of the dimer
configuration based on the analyses of interactions among two VSDs and a
coiled-coil domain. Systematic mutations of the linker region between S4 of
VSD and the coiled-coil showed that the channel gating was altered in the he-
lical periodicity with the linker length, demonstrating that two domains are
linked by helices. Cross-linking analyses revealed that the two S4 helices
were situated closely in the dimeric channel. Thus, continuous helices stretch-
ing from the transmembrane to the cytoplasmic region in the dimeric interface
regulate the channel activation in the Hv dimer.
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Voltage sensing domain (VSD) relaxation is a process involving a voltage-
independent transition from the activated state into the relaxed state. This
process has been shown to shift the voltage dependence for sensing charge
movement (sensing current) in the voltage sensitive phosphatase (VSP) known
as Ci-VSP and to slow down the deactivation of potassium currents in Shaker
and Kv1.2. Given the effect of VSD relaxation on the dynamics of these voltage
sensitive proteins, it is thought that the relaxed and the active states are
comprised of different set of conformations. Thus, it is possible that these states
are sensitive to different physiological parameters. Here, it is shown that VSD
activation and relaxation in Ci-VSP display different sensitivity to external pH
746a Wednesday, February 19, 2014(pHEXT). Sensing currents of Ci-VSP recorded during activation slowed down
as pHEXT was decreased. Noteworthy, the kinetic of deactivating sensing cur-
rents was less affected, suggesting that the initial activation of the VSD
involved a pHEXT-sensitive, rate-limiting step. In spite of these observations,
the voltage dependence of activating sensing currents was almost unaltered
by pHEXT (6.5 to 9.0). In contrast, voltage dependence was strongly modulated
by pHEXT after VSD relaxation. In fact, the shift in voltage dependence for
sensing current was 30 mV larger at pHEXT 6.5 with respect to 9.0. These ob-
servations indicated that the equilibrium between the resting and active states
was pHEXT insensitive. Conversely, the equilibrium between the relaxed and
the relaxed-resting states was unambiguously pHEXT sensitive. Furthermore,
given that decreasing pHEXT slowed sensing currents, this observation suggests
that the energy barrier between the resting and active states, rather than the dif-
ference in energy between these states, was modulated by pHEXT. In contrast,
for the relaxed VSD, pHEXT strongly modulated the difference in energy be-
tween the relaxed and the relaxed-resting states.
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Using atomic force microscopy (AFM), we previously uncovered the open-gate
structure of membrane-embedded KcsA potassium channels by removing the
potentially sight-obstructing cytoplasmic domain (CPD). Here, we demonstrate
the clustering and dispersion of CPD-truncated KcsA channels in the mem-
brane and show that these processes are associated with pH-dependent gating.
At neutral pH, AFM revealed self-assembled nanoclusters of closed channels
on a mica-attached membrane, and SDS-PAGE demonstrated supra-
molecular assembly on a liposomal membrane. At acidic pH, the open-gated
channels were dispersed as single channels with a separation well beyond the
contact distance. The clustering-dispersion dynamics were captured using
high-speed AFM. These results suggest that the channels undergo conforma-
tional changes within the cluster but do not open until the channels are
dispersed. The interplay between the gating conformational change of individ-
ual channels and the collective behaviour of the clustering-dispersion dynamics
provides insight into understanding membrane-mediated protein-protein inter-
actions and functional cooperativity.
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Biomimetic platforms play an important role in the study of a variety of biolog-
ical processes. Tethered bilayer membranes (tBLMs) constitute platforms that
are useful in the study of membrane properties and a variety of integral and pe-
ripheral membrane proteins. The usual approach to forming tBLMs is to tether
the lipids directly to the substrate. For certain integral membrane proteins, the
proteins can be tethered directly to the substrate and the lipid membrane recon-
stituted around the tethered proteins. Here we report progress toward functional
and structural characterization of bilayer membranes tethered using two
different ion channels, KcsA and the voltage-dependent anion channel
(VDAC). The bilayers are characterized using surface plasmon resonance, elec-
trochemical impedance spectroscopy, and neutron reflectivity. The one-
dimensional structural information derived from neutron reflectivity spectra
allows us to characterize the surface-bound proteins and describe the reconsti-
tution of the lipid bilayer membrane.
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Physics, Oxford, United Kingdom.Two-pore domain (K2P) potassium channels are important regulators of
cellular electrical excitability integrating a wide range of stimuli including
phosphorylation, various lipids, temperature, intracellular/extracellular pH
and membrane voltage. Here we investigated the mechanism of voltage
sensing/gating in K2P channels. We show that TASK-3 and TRAAK are
mostly closed at the resting membrane potential but become strongly activated
by depolarisation similar to classical Kv channels. Moreover, strong voltage
activation was also seen for other K2P channels such as TREK-1, TREK-2,
TRESK and TALK-2, however, only when intracellular Kþ was replaced
by other permeant ions such as NH4þ, Csþ or Rbþ. Strikingly, voltage acti-
vation was abolished upon intracellular Naþ or NMDGþ replacement sug-
gesting that movements of permeant ions in the electric field focused in the
selectivity filter power voltage gating and, thus, are likely to represent the
gating charge in K2P channels. Indeed, mutations in the selectivity filter, ex-
periments with high affinity pore blockers and cysteine modification establish
the selectivity filter as the voltage gate. Furthermore, voltage activation in
K2P channels exhibits distinct functional features compared to classical Kv
channel gating as the V1/2 for voltage activation was strictly coupled to the
K2P channel reversal potential and the kinetics of voltage gating were largely
voltage-independent. The latter finding suggests a voltage-dependent fast
multi ion binding step to a nonconductive but ion accessible selectivity filter
and a second slower voltage-independent gating step leading to the conductive
state of the selectivity filter. These findings demonstrate a novel concept of
voltage sensing in Kþ channels and point to a new role of K2P channels in
cell excitability as the strong voltage dependence would enable K2P channel
to contribute significantly to the repolarisation phase of neural (e.g. TRAAK)
or cardiac (e.g. TASK-3) actions potentials.
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When the potassium channel KcsA transitions from the closed to the open state,
the inner helices transition outward and away from the axis of symmetry. This
substantial conformational change can be expected to significantly alter the
both the shape and volume of the protein within the membrane. In this study
we explored the possibility of exploiting this shape and volume change to
gate the channel using hydrophobic mismatch to alter the membrane induced
lateral forces on the channel. We spin-labeled residues of the inner helices
known to exhibit strong spin-spin interaction (residues 103, 108, 109, 112,
116 and 118) and monitored spin-spin interactions by cw-EPR as we altered
both pH and membrane composition. As previously observed, the spin-spin in-
teractions weakened when the open state was favored by lowering pH, due to
the outward movement of the inner helices. We then altered the length of the
acyl chains from 18 to 22 carbons at neutral pH. Over this range of chain
lengths the strength of the spin-spin interactions changed to approximately
the same degree as observed when lowering pH. We interpret these results to
mean that the state distribution of the KcsA channel can be shifted by altering
the membrane induced lateral forces on the channel.
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We have studied the NMDA receptor dynamics in HEK cells and colicin ion
channel in lipid bilayer, using our newly developed combining real-time sin-
gle-molecule FRET imaging with single-channel electric current recording.
We were able to probe single ion-channel open-close activation and associ-
ated protein conformational changes simultaneously, and thus providing a
molecular-level understanding of the dynamics and mechanism of ion-
channel activations. The kinetic behavior of ion channel proteins is regulated
by subtle conformational changes that are often difficult to characterize by
conventional ensemble-averaged static structure analysis and by interpreta-
tions of ion-channel electrophysiological measurements. Subtle structural
dynamics of ion channels play an important role in regulating channel func-
tion and selectivity. Using our unique approaches, we have identified
the conformational regulated NMDA ion-channel activities and the associ-
ated conformational change dynamics. We were able to probe fluctuating
polypeptide-domain diffusional motions of single-molecule colicin
channels across a lipid bilayer. A new solvation-desolvation model for
voltage-gated ion-channel dynamics has been developed based on our exper-
imental results.
